Occupancy of Pta1-TAPS (left) and Cft2-TAP (right) from wild-type (WT, blue) and Δsyc1 (magenta) cells was analyzed by ChIP-qPCR at the indicated genes. PDC1 is a canonical protein-coding gene; HHF1 is a histone gene; SNR47 is a C/D box snoRNA; SNR7L/S is two isoforms of U5 snRNA; SNR49 is a H/ACA box snoRNA; and ChrV is a non-transcribed region. Compared to PDC1, HHF1 has higher Pta1 occupancy. Transcription of histone genes is repressed by SYC1 deletion (see Supplementary Figure S5 ). The average % input (bars) and values for individual replicates (filled circles) are plotted for three independent biological replicates. Error bars represent standard deviation of the mean (*, p<0.05, twosided Student's t-test). (B) Northern blots to monitor transcription induction of SNR47 under the control of the GAL1 promoter in two independent clones of wild-type and Δsyc1 yeast strains. snR47 accumulates more slowly in the absence of Syc1 and does not reach wild-type levels even after 10 hours of induction.
Wild-type C/D box snoRNA snR13 (not inducible), GAL1 transcript and rRNA were analyzed as controls. GAL1 induction is also reduced in the Δsyc1 strain but reaches a maximal level after ~1 hour, unlike snR47. We did not observe any 3′ extended products which would be indicative of a termination defect. Supplementary Figure S5 . Gene Ontology analysis. Gene Ontology (GO) analysis of up-regulated (induced, left) and down-regulated (repressed, right) mRNAs (as shown in Figure 5C ). Only 'Biological Process' terms with P value < 10 -6 and minimum size of 15 genes are displayed, sorted from bottom (most significant) to top. Red line, proportion of induced/repressed transcripts in the whole population. The number of induced/repressed transcripts in the respective GO category is given relative to the GO category size (green bar) and relative to the number of induced/repressed transcripts (black line). Dashed line, relative size of the GO set in the whole population. The GO term 'translation' includes 21 repressed genes, all of which are ribosomal protein genes. Gene-averaged PAR-CLIP occupancy profiles over selected sn/snoRNAs for Syc1 (this study) and Nrd1 (52). Before averaging, normalized gene profiles were aligned at their TSS and length-scaled such that their 3ʹ-ends coincided.
